. Sequences of PtaRHE1 full length and PtaRHE1-Ct (where the TM domain and the basic region were deleted). The PtaRHE1-Ct part is marked in yellow. I. Hydrophobic region. II. Basic region. III. Conserved region. IV. RING-H2 zinc finger domain (Salinas-Mondragón et al., 1999) . Residues marked in magenta were shown to be crucial for EL5-OsUBC5b binding (Katoh et al., 2005) .
WT(1)
WT (2) WT ( RT-PCR expression analysis of PtaRHE1 in 3 individual plants of WT, RLR1-1-1, and RLR1-5-7. EF1-α was used as loading control. These lines were further used for RT-qPCR analysis (see Table 1 ).
-808 GCCGTGAGGA TGTGGCAACT TTTCTAATGC AAGTTATTCA GACTTTTTCT Kim et al., 2003 
